ABSTRACT Ralstonia solanacearum is a globally distributed plant pathogen that causes bacterial wilt diseases of many crop hosts, threatening both sustenance farming and industrial agriculture. Here, we present closed genome sequences for the R. solanacearum type strain, K60, and the cool-tolerant potato brown rot strain R. solanacearum UW551, a highly regulated U.S. select agent pathogen.
version 1.3 (26) and annotated using the NCBI Prokaryotic Genome Annotation Pipeline (27) .
Both genomes contain two replicons, as is typical for R. solanacearum. The K60 genome encodes a predicted 4,799 genes, has a GϩC content of 66.4%, and totals 5,770,663 bp in two contigs (3,383,865-bp chromosome and 1,931,798-bp megaplasmid). The UW551 genome encodes a predicted 4,551 genes, has a GϩC content of 66.6%, and totals 5,478,976 bp in two contigs (3,471,163-bp chromosome and 2,007,813-bp megaplasmid).
As expected for strains within one phylotype, genes present in both K60 and UW551 have 96.07% average nucleotide identity (ANI) (28) . However, they have Ͼ92% ANI to closed genomes of representative RSSC strains in other phylotypes (phylotype I GMI1000, phylotype III CMR15, and phylotype IV PSI07). Accession number(s). These genome sequences have been deposited in GenBank under accession no. NCTK00000000 (K60) and NCTI00000000 (UW551).
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